Supplementary Tables
. Cardiac function-, ion channel-, and myofilament structure-related significant genes passed GOEA. Note: For genes with multiple probe sets, the data of maximal Fold Changes (mCPC vs Ctl) are listed. Figure S1 . infarct or remote area. (c) Paradigms for cardiac regeneration. Cardiomyocytes and other heart cells can be developed and differentiated from cardiac progenitor/stem cells of either intrinsic embryonic remnants or those seeded from non-cardiac sources. Heart cells can also dedifferentiate and become plastic to contribute to the cardiac progenitor cell pools, such that the cellular dynamics is maintained.
Supplemental Figure S5 . Pathway analysis based on differentially expressed genes (DEGs). Significant genes (DEGs) were applied into Pathway Analysis module using Genespring GX 11 (Agilent). Algorithm of Direct interactions on all relation types with a relation score ≥ 9 was included for analysis. As shown in the cellular view, among the 41 relations, there were 3 hubs Gsk3b, Cdnk1a (p21), and Myc which played central roles in cell fate change of cardiomyocyte (Ctl) into myocyte-derived cardiac progenitors cells (mCPCs). Color bars over the genes indicate the expression levels in Ctl (left bar) and mCPCs (right bar).
Supplemental Figure S6 . Venn diagram of the differentially-methylated genes (DMGs) corresponded to differentially-methylated regions when comparing mCPCs with adult myocyte. DNA methylation was detected by the NimbleGen 720k array and the CHARM customer design 2.1M array. 
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